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Abstract
Background:  Olfactory receptors (ORs) are the largest gene family in the human genome.
Although they are expected to be expressed specifically in olfactory tissues, some ectopic
expression has been reported, with special emphasis on sperm and testis. The present study
systematically explores the expression patterns of OR genes in a large number of tissues and
assesses the potential functional implication of such ectopic expression.
Results: We analyzed the expression of hundreds of human and mouse OR transcripts, via EST
and microarray data, in several dozens of human and mouse tissues. Different tissues had specific,
relatively small OR gene subsets which had particularly high expression levels. In testis, average
expression was not particularly high, and very few highly expressed genes were found, none
corresponding to ORs previously implicated in sperm chemotaxis. Higher expression levels were
more common for genes with a non-OR genomic neighbor. Importantly, no correlation in
expression levels was detected for human-mouse orthologous pairs. Also, no significant difference
in expression levels was seen between intact and pseudogenized ORs, except for the pseudogenes
of subfamily 7E which has undergone a human-specific expansion.
Conclusion:  The OR superfamily as a whole, show widespread, locus-dependent and
heterogeneous expression, in agreement with a neutral or near neutral evolutionary model for
transcription control. These results cannot reject the possibility that small OR subsets might play
functional roles in different tissues, however considerable care should be exerted when offering a
functional interpretation for ectopic OR expression based only on transcription information.
Background
Olfaction, the sense of smell, is mediated by a very large
family of olfactory receptors (ORs), whose chemical inter-
action with a multitude of odorant ligands initiates a cas-
cade of signal transduction events leading to smell
perception [1-4]. OR proteins participate also in guiding
olfactory sensory neurons axons to their glomerular tar-
gets [5], and have been proposed to be involved in the reg-
ulation of their own expression [6,7].
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The publication of the complete human genome
sequence, as well as that of other mammals such as
mouse, dog and chimpanzee, allowed the identification
of entire OR repertoires in those species via computa-
tional data-mining. Currently, 853 human OR genes are
known in the human genome [8], 1490 in the mouse
genome [9,10], 1493 in the rat genome [11], 971 in the
dog genome [12,13] and 1091 ORs in chimpanzee [14].
These are represented in the Human Olfactory Receptor
Exploratorium Database (HORDE) and in the Olfactory
Receptor DataBase (ORDB) [15]. In addition to this mas-
sive information that has been obtained by scrutinizing
genome sequence repositories, several publications have
provided information on transcription of OR genes in dif-
ferent tissues and species. In mouse, olfactory epithelial
ESTs have been sequenced for more than 400 OR genes
[16] and a custom mouse OR microarray was used to
examine the expression levels of more than 800 genes in
olfactory epithelium [17]. In contrast, human OR expres-
sion has been investigated for only a small number of
genes, as exemplified by the demonstration of transcripts
for genes in an OR cluster on human chromosome 17
[18].
ORs are expected to be specifically expressed in the olfac-
tory epithelium, where their expression is also highly reg-
ulated by mechanisms which allow each sensory neuron
to express a single allele of a single OR gene [19-21]. OR
genes are also expressed in the olfactory bulb, where they
are specifically localized to the nerve and glomerular lay-
ers, potentially related to the targeting of the sensory
axons [22,23]. In the present paper we address the ques-
tion to which degree OR genes are expressed in non-olfac-
tory tissues. We use the term "ectopic" defined as "a
biological event or process that occurs in an abnormal
location or position within the body" [24]. We note that
the term has also been used to describe abnormal expres-
sion in malignant tumors, not studied here.
Most of the early reports about ectopic OR expression
have been related to testis and germ cells, where several
dozens of human and mouse ORs have been shown to be
transcribed [25-32]. These results have led to the hypoth-
esis that at least some ORs are involved in mammalian
sperm chemotaxis. Evidence for the involvement of
human hOR17-4 (OR1D2) [30,33] and mouse MOR267-
13 (orthologous to human OR10J5) [34] in sperm chem-
otaxis has been provided. Another hypothesis proposed
that ORs linked to the major histocompatibility complex
locus and expressed in testis are implicated in olfaction-
driven mate choice [35].
Some human ORs were also shown to be expressed in
tongue [36,37], erythroid cells [38] and prostate [39,40].
Some murine ORs have been shown to be expressed
ectopically in placenta, brain, peripheral nervous system,
colon and fetal liver [41-45]. Because of their broad pat-
tern of tissue expression during development and in adult
life, ORs have been proposed to play a role in cell-cell rec-
ognition [46]. Despite such reports regarding the poten-
tial functions of ectopically expressed ORs, this
phenomenon is far from being fully understood and
requires further systematic investigation.
Here we report the first systematic global analysis of spa-
tial OR expression patterns in human and mouse. We aim
to obtain transcriptional evidence for numerous ORs in a
large number of tissues, so as to shed further light on the
possible factors influencing OR ectopic expression. To this
end, we have collected mouse and human transcriptome
information from various sources, including public
domain and Celera ESTs, as well as genome-wide micro-
array data [47]. We found substantial expression in several
dozens human and mouse tissues, but no indications for
unusually high expression in testis. Our results support a
neutral or near neutral evolution model for OR transcrip-
tion control, whereby functionality is rendered less likely.
All the results are fully available through HORDE [48].
Results
Collection of OR transcription data
Our first aim was to obtain evidence of transcription for
human and mouse OR genes. We examined expression
data from a multitude of sources, including cDNAs and
mRNAs information as well as microarray data [47]. The
source of microarray data is the GeneAtlas2 project, which
provides whole genome expression patterns in dozens of
human and mouse tissues [47].
A search through the GeneAtlas2 data identified (after fil-
tration on potentially cross-reacting probesets) a total of
293 probesets matching 273 human ORs, and 397
probesets matching 371 mouse ORs. Probesets were then
tested for being positively expressed applying the Cross-
Gene Error Model on the full microarray data. We identi-
fied 206 human and 216 mouse OR genes as expressed in
at least one tissue. This analysis included 61 human and
48 mouse tissues, among them mouse olfactory epithe-
lium, mouse vomeronasal organ, and human and mouse
olfactory bulb and testis. Every one of these tissues
showed positive expression of at least one OR gene. Fur-
ther information regarding expression of 221 human ORs
and 587 mouse ORs was obtained from ESTs and mRNAs.
This information was supported by 867 human tran-
scripts in 78 tissues and 1965 mouse transcripts in 50 tis-
sues.
Altogether, we present evidence for the expression of 371
human ORs and 697 mouse ORs (see Additional file 1),
which represent approximately 45% of both the humanBMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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and mouse repertoires. Gene expression does not appear
to be biased relative to particular genomic OR clusters
(Figure 1), suggesting that an appreciable proportion of
the entire genomic repertoire is likely to be transcribed.
Ectopic expression of OR genes in non-olfactory tissues
We examined the GeneAtlas2 data using a quantile-based
scale [49] for all the expression values in the microarray.
Ectopic OR gene expression was noticeable in a large
diversity of non-olfactory tissues. We noted that in every
tissue a group of ORs showed high expression level even
when compared to all the genes included on the microar-
rays. The highest OR expression was observed in non-
olfactory tissues, and these differed between human and
mouse. In human, atrioventricular node, skin and uterus
showed the highest quantile-based expression levels,
while in the mouse such tissues were thyroid and salivary
gland (Figure 2). While some ORs showed a relatively
high specificity to particular tissues, others exhibited
expression in a number of tissues (midrange genes [49])
and a few ORs had high quantile values in all or most tis-
sues, i.e. behaved as housekeeping genes (Figure 2A,B and
Figure 3). We examined the matrices of expression again
after filtering out 36 human and 12 mouse OR-related
probesets, whose specificity or sensitivity was less than 1.
The general picture remained as before (see Additional file
2).
We asked whether the distribution of OR expression
intensities was different in functionally implicated tissues
as compared to other tissues. Generally, the distributions
were rather similar for the two classes (Figure 2C,D). The
functionally implicated tissues (olfactory epithelium and
bulb, as well as testis) did not display an unusual distribu-
tion, nor did they show an unusually high number of
highly expressed genes. The number of highly expressed
ORs in testis was smaller than in olfactory epithelium and
bulb (Figure 2C,D, red colors). Interestingly, these highly
expressed ORs are not biased toward a genomic location
or family affiliation [50]. In addition, highly expressed
human and mouse ORs in the different tissues were not
orthologous. More functionally related expression pat-
terns were observed for a set of non-receptor genes with an
established olfactory function (Figure 2E,F). Note that
Olfactory Marker Protein (OMP) was expressed in mouse
but not in human olfactory bulb. This might be the result
of a poor probeset design since human OMP is not
expressed in any tissue.
Across-tissue patterns of expression for individual OR
genes were eclectic, differing widely from one gene to
another (Figure 2A,B). A hierarchical clustering analysis
was applied to 108 human and 141 mouse differentially
expressed ORs, as determined using an ANOVA test
applied to the GeneAtlas2 microarray data (see Additional
file 3). The human OR gene tree ramified into two princi-
pal branches, whose major expression divergence was
observed in the highly expressing tissues. In mouse, no
significant clustering was observed. Principal component
analysis also could not separate the ORs expression pro-
files into distinct groups (data not shown).
Quantification of ectopic expression
To quantify ectopic expression, we ranked for each OR
gene the ectopic tissues according to their expression level
(Figure 4A,B), then for each ranked position we calculated
the mean expression intensity and the entropy, which
reflects the diversity of tissues in the given position (Figure
4C,D). The entropy was normalized to range from 0 to 1,
where 0 indicates a single tissue population and 1 a pop-
ulation of all tissues. For OR genes, the entropy in most
ranked positions was between 0.7 and 0.8, indicating that
each position is populated with a great variety of tissues
and that none of the tissues dominated the high expres-
sion positions, as would have been expected if ORs had a
specific function in such tissues. Reanalyzing the data
including olfactory tissues did not change the entropy val-
ues, an indication for the low level of ORs expression in
the olfactory epithelium.
The product of the entropy and the expression intensity at
each position was calculated and the mean of all products
defined as the ectopic expression index, theoretically rang-
ing from 0 (no ectopic expression) to 10 (all the examined
genes are ubiquitously expressed and all the tissues are
represented in every ranked position). The ectopic expres-
sion index was found to be 1.6 for human ORs and 1.3 for
mouse ORs. Interestingly, a similar level of ectopic expres-
sion was observed in groups of brain specific genes (see
Additional file 4) and spermatogenesis-related genes (see
Additional file 5). In these gene groups, the entropy in
most ectopic ranked tissue positions was above 0.7 and
the ectopic expression index ranged from 1.1 and 1.5 for
human and mouse brain specific genes respectively, to
respectively 1.5 and 1.4 for spermatogenesis-related genes
in human and mouse.
Comparison with other microarray expression 
experiments
Recently, the results of a custom-made microarray, which
includes all mouse OR genes hybridized to olfactory epi-
thelium and 6 additional tissues (vomeronasal organ,
lung, heart, testis, muscle and cerebellum) were published
in Zhang et al. [17]. An examination of the 397 OR genes
represented in both our analyzed experiment and that of
Zhang et al., using the same cutoff criteria, revealed a sig-
nificant concordance. Thus, all 48 ORs that showed olfac-
tory epithelial expression in our analysis were also highly
expressed in the results of Zhang et al. (see Additional file
6, p = 0.0001, chi-square test = 21).BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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Distribution of OR transcripts and probesets in the human genome Figure 1
Distribution of OR transcripts and probesets in the human genome. A total of 867 transcripts and 206 probesets 
expressed in non-olfactory tissues, are shown in their approximate genomic location. OR clusters (as defined in HORDE [48]) 
are indicated on the chromosomes in dark grey rectangles with their width scaled to the number of ORs in the cluster. Nearby 
clusters may be merged. Black bars on the right specify the number of transcripts (ESTs or mRNAs) per cluster. Blue chains on 
the left represent the number of microarray expressed probesets in the cluster. Since distribution of clusters over chromo-
somes is not uniform, bars/chains are sometimes very close.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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Ectopic OR expression Figure 2
Ectopic OR expression. A, B. Expression profiles of OR genes are shown using intensity quantile scale, for 210 human 
probesets ORs (A) and 219 mouse probesets ORs (B). Quantile scale was defined using all probesets in a given tissue. The fig-
ure includes all GeneAtlas2 OR probesets that are unique and expressed in at least one tissue. Each row represents a probeset 
and each column represents a tissue. Probesets are sorted by the sum of their expression levels across all tissues. Blue in the 
colored column at the right of each panel specifies tissue specific genes, yellow midrange and red ubiquitously expressed 
(housekeeping) genes. The bars under the panel show the summated expression for each tissue. The tissue abbreviations in 
magenta indicate olfactory tissues (see also below). C, D. The distributions of expression intensities using same probesets as 
above, for some tissues in human (C) and mouse (D). E, F. Expression levels (in quantiles) for human (E) and mouse (F) non-
OR genes including six olfactory related genes, olfactory G-protein (GNAL), cyclic nucleotide gated channel (CNGA2), adenylyl 
cyclase III (ADCY3), transcription factor early B-cell factor 2 (EBF2), enzyme UDP glycosyltransferase type 2 A1 (UGT2A1) and 
olfactory marker protein (OMP), as well as two housekeeping genes, actin beta (ACTB), glyceraldehyde-3-phosphate dehydroge-
nase (GAPDH) and two additional genes with an established function, actin alpha, cardiac muscle (ACTC) and glycerol 
3phosphate-dehydrogenase (GPD). No expression data were available for the human olfactory epithelium. Tissue abbreviations: 
BRN, Brain; SPC, Spinal cord; BMR, Bone marrow; SPL, Spleen; TMS, Thymus; LNG, Lung; PNC, Pancreas; PST, Prostate; HRT, 
Heart; MSL, Skeletal muscle; KDN, Kidney; LVR, Liver; TST, Testis; OB, Olfactory bulb; OE, Olfactory epithelium; VO, Vome-
ronasal organ; AVN, Atrioventricular node; TYR, thyroid; UTS, uterus; SKN, skin; SLG, salivary gland.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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We further compared the results of the two experiments
by examining the correlation between expression profiles
of genes that were represented in the two microarrays (Fig-
ure 5). The distribution of the correlation values was
skewed towards positive values with a median of 0.17 and
a most probable value of 0.4, results that show a highly
significant deviation from randomness (Wilcoxon test, p
< 0.0001). Interestingly, the distribution obtained from
the correlation values of probesets extracted from the cod-
ing region versus the 3' untranslated region (UTR) of the
same OR in Zhang et al. had a similar median (0.19),
although the most probable correlation value was found
to be higher: 0.6. We examined also correlations between
expression profiles of two probesets representing the same
OR gene in the GeneAtlas2 project. Only seven such
probeset pairs were found and the mean correlation value
between their expression profiles was 0.61 with a standard
deviation of 0.13. Reexamination of Zhang et al. data
revealed abundant ectopic expression not explicitly
reported because of the stringent cutoff they used for
defining differentially expressed genes.
Tissue specificity of the OR genes Figure 3
Tissue specificity of the OR genes. A, B. Distribution of the number of tissues in which genes are expressed for 210 
human (A) and 219 mouse OR-related probesets from GeneAltas2. (B). C, D. The corresponding distributions for tissue spe-
cificity index (τ) values for human (C) and mouse (D), (bars). For comparison, the τ distribution of all the 15039 human and 
13832 mouse gene profiles from the same source are superimposed (solid lines). The horizontal colored bars under the graphs 
show genes that are tissue specific (blue, left), midrange (yellow, middle) and ubiquitously expressed (red, right).BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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OR expression in sperm and testis
Because of the presumed OR function in sperm chemo-
taxis, we examined human and mouse OR genes reported
to be expressed in sperm and testis [26-31] and for which
we had expression data. Most of these ORs were probably
expressed in testis at levels below the noise-related detec-
tion threshold in these experiments (Figure 6A,B). In all
cases where higher than background expression was
detected, its level in testis was lower than in some other
tissue(s). Two ORs, the human gene OR1D2 and the non-
orthologous mouse gene MOR267-13 (outlined in black
in Figure 6) have been the focus of more intense previous
scrutiny in terms of a potential role in sperm chemotaxis
towards the egg. Here, none of these genes showed their
highest level of expression in testis nor did they show
sperm/testis tissue specificity.
Expression of OR genes and pseudogenes
We asked whether all ORs had an equal probability of
being transcribed. For this purpose, we analyzed the ESTs
data set, assumed to constitute a random representation
of the transcribed OR repertoire. The distribution of ESTs
per OR in human intact and pseudogenized genes
(excluding pseudogenes belonging to subfamily 7E) was
found to be in agreement with a Poisson distribution
within statistical error (Figure 7A,B), as expected in case of
equal transcription probability. A similar result was
obtained for mouse ORs (Figure 7D). These results are
somewhat tenuous because they could be affected by var-
ying depth of EST sampling in different tissues. Reanalyz-
ing the distributions based only on spliced ESTs did not
change the agreement to Poisson distributions for intact
and pseudogenized genes (excluding 7E members).
Importantly, there was no significant bias against pseudo-
gene transcription both in human and in mouse non-
olfactory tissues (Table 1).
Ranked quantification of OR ectopic expression Figure 4
Ranked quantification of OR ectopic expression. A, B. Dually sorted matrices show ectopic expression for human (A) 
and mouse (B) OR genes. For every OR (rows) representing probesets were sorted according to the expression intensity, so 
the tissue with the highest expression level for that gene is on the right. The separate column(s) on the right represent the 
functional tissue(s): olfactory bulb in A and olfactory bulb (left) and epithelium (right) in B. The rows were sorted according to 
the row mean expression level (bottom is highest). Data included and expression color scale as in Figure 2. C, D. The mean 
expression level intensity (pink squares) and the entropy (blue diamonds) for each ranked position and for the functional tissue 
in human (C) and mouse (D).BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
Page 8 of 18
(page number not for citation purposes)
One OR subfamily, 7E, shows an unusually high average
level of transcription, significantly different from the one
of other intact and pseudogene ORs according to the
Tukey-Kramer test (p < 0.05), (Table 1). Members of this
subfamily were the only OR group for which the EST cov-
erage differed significantly from a Poisson distribution
Table 1: Ectopic transcription coverage for intact and pseudogene OR genes in human and mouse. Transcripts include ESTs and 
mRNAs. Shown are the number and percentage (in parenthesis) of OR genes for which evidence of transcription was found, relative to 
the entire OR repertoire. Lowest row indicates the average EST coverage per OR, calculated using the count of adult normal tissues 
ESTs from non-normalized libraries in each subgroup. -7E indicates pseudogenes excluding 7E subfamily members. Percentage of OR 
genes for which evidence of transcription was found based only on spliced ESTs was 9% for intact, 8% for pseudogenized human ORs, 
and 5% for intact, 4% for pseudogenized mouse ORs. The EST coverage based only on spliced ESTs dropped to about 0.04 for intact 
genes and pseudogenes excluding 7E members, while coverage was 0.17 for the 7E subfamily, significantly different from that of the 
other groups.
HUMAN MOUSE
Intact Pseudo Intact Pseudo
Transcripts 104 (26%) 117 (26%) 140 (14%) 45 (18%)
EST coverage 0.122 0.103 0.127
0 136 0 529
0 204
..
.
− 7E 7E

   
Expression correlations between and within experiments Figure 5
Expression correlations between and within experiments. Frequency distribution of Pearson's intragene correlations 
for probesets expression profiles of Zhang et al. [17] and Su et al. [47] data. Correlations were calculated for olfactory epithe-
lium, vomeronasal organ, lung, heart, testis, muscle and cerebellum. Dashed (blue) line with diamonds represents the correla-
tion values between 216 OR genes in Zhang et al. [17] and Su et al. [47] data. Solid (pink) line with squares within 402 
probesets pairs from Zhang et al. [17], each pair representing the same OR in the coding region and in the 3' UTR. Solid 
(green) line with triangles for a set of 1000 randomly selected gene pairs probesets from Su et al. [47]. The first two lines were 
smoothed applying a moving average every 2 points. The first two correlation groups were not significantly different according 
to Wilcoxon test (p = 0.55), while these two differed from the third (Wilcoxon test, p < 0.0001).BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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(Figure 7B). In this skewed distribution, most 7E genes
were under-expressed, while four genes, all belonging to
one of the two 7E phylogenetic clades [51] were highly
overexpressed. Most additional genes represented by ESTs
belonged to the same over-expressed phylogenetic clade.
Lack of correlation in orthologous OR expression profiles
Out of 122 orthologous pairs of OR genes as previously
defined [13], 64 OR pairs were found to be represented in
both the human and mouse GeneAtlas2 microarrays [47].
This allowed us to examine the relationship between their
expression profiles in the 20 normal tissues shared by the
reported human and mouse data (Figure 8A). Pearson
correlations between the expression profiles of each pair
were normally distributed around a mean of zero, suggest-
ing that no significant correlation existed between the
orthologous expression profiles. A nearly identical distri-
bution was seen for random pairs. In addition, the Pear-
son correlations were independent of the protein
sequence divergence between orthologs (Figure 8B). No
significant correlation was observed when human and
mouse orthologs were analyzed for each tissue separately
(not shown), including the functionally implicated olfac-
tory bulb and testis where ortholog correlation is more
likely to be observed [52]. In a control test, we compared
a set of all 9616 human-mouse orthologous genes present
on the arrays, as well as 64 human-mouse orthologous
pairs of genes participating in spermatogenesis. The distri-
bution for the former had a mean of 0.15, in agreement
with previous reports comparing orthologs using the
same platform and analysis methods [52,53] and signifi-
cantly different from the random pairs distribution (t-test,
p < 10-16). For the spermatogenesis related genes the mean
was 0.38 (Figure 8A) with a positive Pearson correlation
in testis (r = 0.65, p < 10-16). It is important to note that
all the experiments compared here were performed in the
same laboratory using the same platform and analysis
methods, thus variations in experimental parameters
between species could not account for the observed lack
of correlation between OR orthologs.
Relationship between OR expression and genomic 
neighborhood
We examined the possibility that OR gene expression is
related to genomic location, and potentially influenced by
the transcription of non-OR neighboring genes, namely
genes not belonging to the OR superfamily and located at
a maximum distance of 0.5 M from an OR. We found that
98 out of 165 human ORs (59%) represented by at least
one EST whose source was non-olfactory tissues, have a
non-OR neighbor. This is in contrast to 241 out of 684
genes (35%) for ORs not observed to be ectopically
expressed (p < 0.0001, chi-square test = 36). In mouse, a
similar but weaker trend was found: 51% (80 out of 156
genes) of the ectopically expressed ORs had a non-OR
genomic neighbor while the fraction was 42% (317 out of
749 genes) for ORs not observed to be ectopically
expressed (p= 0.04, chi-square test = 4.21).
Discussion
Wide range of ectopic OR transcription
Motivated by the need to provide evidence of OR tran-
scription, we searched through numerous databases for
transcription evidence and successfully provided such
information for 371 human OR genes. Since the nominal
expression site of OR genes, namely olfactory epithelium,
is practically not represented in transcript databases, most
of the expression evidence presented here originates from
ectopic tissues. Our results generally indicate that hun-
dreds of OR genes have active promoters capable of direct-
ing transcription in diverse cellular contexts. As the
samples explored are basically unbiased, it is suggested
that our results are representative of the entire olfactory
receptor gene repertoire.
It could be argued that the ectopic OR expression is an
artifact of microarray experiments. Indeed, microarray
experiments are known to be "noisy" [54], requiring inde-
pendent experimental validation. Such validation is pres-
ently underway for selected OR genes that show unique
patterns of expression, and preliminary results show ade-
quate concordance for two genes in terms of tissue-aver-
age expression levels, though not yet for individual tissue
levels. However, the essence of the presently reported
results, namely the widespread occurrence of OR expres-
sion in ectopic tissues is amply supported by previous
reports showing ectopic OR transcription by PCR and
sequencing methods [25,29,36,37,55]. The identification
of numerous OR-related ESTs in diverse tissue origins pro-
vides further corroboration. Moreover, since we carefully
selected the OR probesets to avoid possible cross-reaction
between similar ORs, the observed expression levels could
not be a result of summation over numerous genes, each
expressed in negligible amounts. In fact, some of the OR
genes were found to be highly expressed well above the
background level.
Ectopic expression is a universal phenomenon that
extends beyond the OR gene superfamily. Here, we cor-
roborate this phenomenon for two additional gene
groups, brain specific and spermatogenesis-related genes.
Ectopic expression has been also observed previously at
the protein level in enzymes and neurotransmitters and it
has been suggested to be widespread in the cells of multi-
cellular organisms [56].
Comparison between the olfactory epithelium and other 
tissues
Our findings do not indicate unusually high OR expres-
sion levels in olfactory epithelium relative to other tissues.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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Ectopic expression of OR genes in testis and in the tissue of maximal (Max) expression Figure 6
Ectopic expression of OR genes in testis and in the tissue of maximal (Max) expression. A. 34 human and B. 9 
mouse ORs were represented in the GeneAtlas2 microarrays out of the 53 human and 19 mouse ORs previously reported to 
be expressed in testis or sperm. The OR gene symbols in black rectangles were suggested to be implicated in sperm chemo-
taxis. In the column right to Max is the name of the tissue with the maximum expression intensity, if expression was detected 
in any tissue in quantile 1 or higher. Expression color scale as in Figure 2.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
Page 11 of 18
(page number not for citation purposes)
This expression is specific for mature olfactory sensory
neurons and not for other cell types in the olfactory epi-
thelium, as previously reported [57,58]. At face value,
such result could be interpreted as contradicting a func-
tion for OR genes in olfactory epithelium. However, as
each OR gene is expressed only in approximately 0.1% of
the sensory neurons, OR transcripts are diluted in the total
olfactory tissue mRNA.
We compared the results of our analyses to the ones of an
expression custom-made microarray published by Zhang
et al. [17]. We identified in the GeneAtlas2 microarray
397 mouse unique OR-related probesets representing 371
genes, we could not detect expression in any tissue for 181
probesets (155 genes), from the remaining 216 OR genes,
117 were not found to be expressed in the olfactory epi-
thelium and only 32 were expressed in the five upper
quantiles. In contrast to our results, they found a higher
fraction of OR genes that surpass the threshold and are
called "enriched in the olfactory epithelium" as compared
to fraction of expressed in the olfactory epithelium as
emerging from the data analyzed here. Su et al. [47] used
5  µg of cRNA in the microarray hybridization experi-
ments, while Zhang et al. used 70 µg. This difference is a
possible explanation as to why we fail to identify olfactory
epithelium-specific OR transcription.
The median correlation coefficient between the two exper-
iments is in line with those in other reports, ranging from
0.2 to 0.4 in comparisons among datasets acquired for
identical RNA samples but in different laboratories and
using different experimental and analysis protocols [54].
Distribution of EST coverage for OR genes Figure 7
Distribution of EST coverage for OR genes. Bars show observed distributions for ESTs (spliced and non-spliced) cover-
age in non- olfactory tissues. The ESTs utilized for the distributions calculation were from normal tissues, non-subtracted and 
non-normalized libraries. Distributions for A. human intact ORs, B. human 7E subfamily ORs, C. human pseudogenes (exclud-
ing 7E subfamily members), D. mouse ORs (intact and pseudogenes). Solid lines are computed Poisson distributions based on 
the average value of ESTs per OR gene. The fit to the expected Poisson distributions was tested using the Kolmogorov-Smir-
nov test. The resulting p-values are: 0.998 for A, 0.003 for B, 0.401 for C and 0.591 for D.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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Other factors which may account for the differences in the
two experiments include the use of mRNA from different
mouse strains, differences in probeset designs and differ-
ences in data processing software. The influence of the
probeset design is critical, as learned from comparisons of
different results in the same report (Zhang et al.).
OR genes in testis
It is widely believed that the main function of OR proteins
is in mediating olfaction within the chemosensory organ.
In parallel, reports published ever since the discovery of
OR genes have proposed an additional OR function,
namely as mediators of sperm chemotaxis. In the past dec-
ade, considerable evidence has accumulated in support
for this hypothesis [25-31], but the concept has also been
disputed [59]. The present study, which addresses the
expression of a large number of OR genes in olfactory tis-
sues as well as in other tissues, including testis, could help
to shed light on this issue. One of the important questions
is which of the hundreds of OR genes is actually involved
in sperm chemotaxis, as such specific function is unlikely
to be mediated by the entire OR repertoire. Previous func-
tional studies have focused on two OR genes: the human
OR1D2 (hOR17-4) [33] and a non-orthologous mouse
gene, MOR267-13 (MOR23) [34]. For MOR267-13 it was
stated that it is expressed at low level in testis [34], this is
also supported by our results. We found that also OR1D2
is expressed at low level in testis. Our results further show
that these two specific ORs have a higher expression in
other tissues. Conversely, other ORs are highly expressed
in testis but have not been invoked so far as chemotaxis
mediators. It should be noted, however, that genes could
function in an ectopic tissue (e.g. sperm) even if they are
expressed at higher level in another tissue. The notion that
a gene must be expressed at the highest level in the tissue
in which it is functional is plausible but exceptions may
exist.
OR ectopic expression may be selectively neutral
In addition to a proposed role in sperm chemotaxis, ORs
have been proposed specific roles in numerous other tis-
sues, mostly based on the mere presence of OR tran-
script(s). This includes cell-cell recognition and organ
construction during development [37,41,45,46], taste
perception [36], chemical detection of exogenous or
endogenous ligands in the cerebral cortex [45] and addi-
tional functions [40,43,44]. Does OR expression in a
given ectopic tissue indicate specific functionality? An
alternative scenario would be that ectopic OR transcrip-
tion is predominantly the result of neutral or nearly neu-
tral mechanisms, e.g. small DNA sequence changes in
regulatory regions, fixed in the population by random
drift and not necessarily related to function or fitness
[52,60,61].
A claim that ectopic OR expression may be in part gov-
erned by neutral changes is supported by several findings.
First, the divergence in the expression patterns of human-
mouse orthologous OR pairs in ectopic tissues is similar
to that of randomly selected pairs. This observation gener-
alizes a previously reported specific case for OR51E2,
which was found to be over-expressed in human prostate
[39,40], although minor expression could be detected
also in brain. Its mouse ortholog was found predomi-
nantly in brain, and its rat ortholog in brain and liver [43].
Second, OR transcription was found here to be unbiased
with respect to any particular OR subgroup in ectopic tis-
sues (except for the human 7E subfamily members, see
below), as indicated by the approximate fit to a Poisson
distribution. We note, though, that other studies have
reported up to 300-fold difference in the levels of ORs
transcription in mouse olfactory epithelium [5,16]. Last,
OR pseudogenes were found here to be expressed in
ectopic tissues at similar levels to those of intact genes. In
contrast, in olfactory epithelium, where chemosensory
functionality is expected, OR pseudogenes were found to
be significantly less expressed than intact genes [16]. In
spite of this, our results can neither exclude nor confirm
the possibility that some ORs do have a function in
ectopic tissues, as the functionally-related transcription
might be concealed within the relatively noisy microarray
data.
The relative weight of neutral evolution and purifying
selection in shaping gene expression changes is controver-
sial. Based on the expression data that have accumulated
lately, a predominantly neutral model of evolution for
gene expression has been proposed [52,60,61]. On the
other hand, others [62] have recently indicated the paral-
lel importance of selective constraints. The neutral model
was previously supported by a lack of correlation between
gene expression profiles and gene sequence divergence
[52], a general observation that is in line with our own
results. Also, similar rates of divergence in gene expression
levels between humans and chimpanzees were found for
intact and expressed pseudogenes [60], again echoing the
results reported here.
Recently, ectopic expression and its evolutionary signifi-
cance have been reviewed [56]. The authors propose that
transcription regulation is leaky due to the need to
decondense chromatin and the limited number of tran-
scription factors in the cell. They suggest that ectopic
expression, which appears randomly, may have evolu-
tionary potential and provide an opportunity to develop
protein function diversification ("the marginal benefit
hypothesis"). The same might be true for OR genes, a
point that will have to be further explored.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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Pearson's correlations between expression profiles of human and mouse orthologs Figure 8
Pearson's correlations between expression profiles of human and mouse orthologs. Human and mouse expression 
profiles were extracted from the GeneAtlas2 project and the same methodology was used to normalize both of them. A. Fre-
quency distributions of Pearson's correlations for a set of 9616 mouse-human orthologs (solid line with triangles) and a set of 
9616 mouse-human randomly chosen gene pairs (dashed line with circles) as well as for 64 mouse-human orthologous OR 
pairs (dark gray/pink bars) and 64 mouse-human spermatogenesis related orthologous genes (light gray/blue bars). A significant 
difference between the correlations values in the orthologous OR and spermatogenesis genes groups was supported by Wil-
coxon test (p < 0.0001). B. Pearson's correlations between mouse-human orthologous OR pairs were plotted against the pro-
tein identity percent within each pair.BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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The 7E subfamily
The OR gene subfamily 7E has expanded extensively in
the primate lineage, composing ~10% of the human and
chimpanzee OR repertoires. In humans, all its members
but one are pseudogenes [51,63]. It was suggested that the
subfamily expansion occurred through a complex mecha-
nism of large segmental duplications, and that the dupli-
cation unit included one 7E subfamily member from each
of the two phylogenetic clades of the subfamily [51]. Our
results suggest that one of these two genes had already a
disrupted promoter when the expansion started. The unu-
sually high expression level of the second clade may be
the result of mutations enhancing expression. It is also
possible that highly expressed 7E members have some
potential function after all as previously suggested [51].
OR genomic neighborhood
Previous reports have shown that adjacent and nearby
genes show correlated expression patterns in yeast [64].
Human genes were shown not to be randomly distributed
in the genome; highly expressed genes and weakly
expressed genes tend to populate different chromosomal
domains [65,66]. It has been suggested that co-expressed
genes in eukaryotic genomes reflect the domain organiza-
tion of chromatin [67]. We have noticed that ORs located
within the range of 0.5 M from non-OR genes have a
higher tendency to be expressed than others, hinting that
the genomic environment may partially influence OR
gene expression. This is further supported by the expres-
sion of an OR gene in erythroid cells, attributed to its
genomic location in the transcriptionally active chroma-
tin domain of the extended β-globin gene cluster [38].
Conclusion
We reported on widespread ectopic OR expression.
Related observations have formed the basis for proposing
specific roles for ORs in non-olfactory tissues. We pro-
posed an additional explanation for ectopic expression, a
neutral or near neutral model of evolution for at least part
of OR transcription regulation in non-olfactory tissues.
This is supported by the uniform overall transcription
level in most tissues, the heterogeneity in its patterns, the
expression level proportion similarity in OR intact and
disrupted genes and the total lack of correlation between
human and mouse orthologous ORs.
Methods
Identification of OR genes in GeneAtlas2 microarrays
Human OR probesets were identified based on genomic
location overlap between GeneAtlas2 targets and HORDE
annotation [48]. Mouse OR probeset identity was estab-
lished using the UCSC genome annotation database table
knownToGnf1m.txt.gz [68], which connects between
probesets and GenBank accession numbers. Gene sym-
bols and definitions were assigned to the accession
number using Ensembl annotations downloaded via Ens-
Mart [69].
We validated the probesets annotation using BLAT [70]. A
probe was matched to an OR gene if it aligned in the cor-
rect orientation, with no more than one mismatch, and
did not align to any additional OR gene or to any other
gene from Ensemble all human/mouse transcripts library.
Following the GeneAnnot algorithm described in [71],
sensitivity and specificity scores were calculated for each
probeset. Sensitivity score describes the percentage of
probes in a probeset that match a gene and specificity
score denotes how many other genes match the probeset
and to how many probes within the probeset they match.
Probesets having sensitivity or specificity lower than 0.7
were excluded and not used on further analyses. After fil-
tering the probesets we were left with representation for
273 human and 371 mouse ORs (293 human and 397
mouse probesets). Most remaining probesets were of high
quality, with both sensitivity and specificity scores of 1
(79% in human and 91 % in mouse), (see Additional file
7).
Scaling GeneAtlas2 expression level intensities
Expression data for human and mouse tissues were
obtained from GNF Symatlas [72]. The human and mouse
arrays data were supplied after applying the MAS5
(Affymetrix, Santa Clara, CA) algorithm and normaliza-
tion using global median scaling [47]. Sixty one human
normal adult tissues and 48 mouse normal adult tissues
were selected for the analysis.
Log10 of the expression values were averaged for replicas
and were divided into 11 bins according to [49]. Intensi-
ties lower than log10200 for mouse and log10300 for
human were considered as the zero bin. The remaining
intensities were divided into 10 equal density quantiles.
Throughout this work quantile scaling was utilized, unless
otherwise stated.
Tissue specificity index calculation
A graded tissue specificity index, τ, ranging from 0 (ubiq-
uitously expressed) to 1 (one-tissue specific) was calcu-
lated as described in Yanai et al. [49].
GeneSpring analyses
Expression data was analyzed also applying GeneSpring
software. This was used for determining the number of
positively expressed genes, differentially expressed genes,
and clustering. Each expression value was divided by the
median of the microarray and the median of the probeset
across all tissues. Unexpressed probesets were filtered out
using the Cross-Gene Error Model. Differentially
expressed genes were determined by an ANOVA test, p-BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
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value of 0.001. Under these conditions, 206 human and
216 mouse OR genes were found expressed, and 108
human and 141 mouse ORs were differentially expressed.
Hierarchical gene clustering (gene tree) and tissue cluster-
ing (condition tree) were performed for differentially
expressed ORs.
To verify that expression data from all the tissues have the
same distribution (normal), we calculated the distribu-
tion of the expression log values for each tissue and its
skewness parameter. Tissues with a skewness parameter
outside the range of average plus 2 standard deviations of
all skewness values were removed from further analyses.
The removed tissues were pancreas, brown fat and tongue
in mouse and cervical ganglion, trigeminal ganglion,
ovary and appendix in human.
Ectopic expression quantification
To quantify ectopic expression, we ranked for each OR
gene the ectopic tissues according to their expression level,
entropy and mean expression were then calculated for
each ranked position. The Shannon entropy (H) formula
[73] was utilized to measure the entropy:
where Pi is the fraction of the tissue type i, and T is the
total number of tissues. The entropy was normalized
dividing by log2 T, to range from 0 to 1.
Choice of brain-specific and spermatogenesis gene groups
Brain specific genes were selected based on scientific liter-
ature. We search Pubmed [74] for papers including the
exact phrases "brain specific" or "brain-specific" in the title
or abstract. The list of genes was then manually extracted
and carefully curated by inspection and reading of the
title/abstract. Probesets/genes assignment was based on
the GNF organization annotation [75]. The final list
included 57 human brain specific genes and 50 mouse
brain specific genes. Human spermatogenesis related
genes were identified searching with the keyword "sperma-
togenesis" in GeneAtlas web site. Corresponding mouse
orthologs for the two groups were extracted from Gene-
Cards [76].
Human mouse comparisons
Human-mouse OR orthologs identification was based on
a previous work, which identified human-mouse-dog
three way mutual best hits [13]. GeneCards was further
used to extract 9616 human-mouse orthologous pairs rep-
resented in the mouse and human microarrays. Random
pairs were selected from this list using the PERL rand func-
tion. Pearson correlations were calculated using the log10
expression values supplied by Su et al., since these values
are normally distributed.
ESTs and mRNA data mining and procedures
Data mining of ESTs and mRNA was performed using
UCSC genome browser annotation tables chr#_est.txt.gz
and chr#_mrna.txt.gz, (# represents the chromosome
number) [68]. We selected ESTs and mRNAs which were
aligned to ORs coding regions.
After curation (see below), ESTs and mRNAs that included
part of the UTR, were used as probes for extracting addi-
tional ESTs (in two data mining rounds). In addition,
spliced ESTs which were aligned upstream of the coding
region (up to 10 Kb) were collected. ESTs and mRNAs
annotations regarding tissue source and type (tumor or
normal) were extracted from GenBank and MEROPS [77].
Data mining from Celera Genomics [78] was performed
using all OR coding sequences as queries in a BLASTN
search against Full Invitrogen sequences (FIS) and 5' Inv-
itrogen clones libraries. Hits with an e-value of less than
10-10 were downloaded to our computer. The final assign-
ment of a particular Celera's cDNAs to a particular OR was
based on an alignment >97% over 500 bp.
ESTs and mRNA curation
ESTs were rechecked to represent OR genes by excluding
those whose genomic locations overlapped exons of the
non-OR subset from the UCSC known gene table [68].
Spliced ESTs were required to be transcribed from the
same strand as the OR. This criterion was not applied to
non-spliced ESTs, because their transcription strand is less
reliable since they lack splice junctions that verify the
strand. We applied a cutoff of maximum 500 bp length for
non coding exons and maximum distance of 100 Kb
between a non coding exon and the coding region. The
first criterion was based on previous knowledge about the
typical OR UTR structure [18,31] and was applied to avoid
genomic contamination, the second was applied to avoid
collection of chimeras (transcripts including very large
introns are suspected to be chimeras). Redundant infor-
mation from ESTs that belong to the same clone was
removed. mRNAs which their GenBank definition
matched non-OR genes were manually removed from the
dataset.
The final dataset contained 867 human transcripts,
including 721 ESTs (spliced and non-spliced) and 146
mRNAs, from 78 tissues. These provided evidence for
transcription of 221 human ORs. In mouse we obtained
1860 ESTs and 105 mRNAs, from 50 tissues. Of these
1176 ESTs are the result of a single project [16]. Together
they provided transcription evidence for 587 mouse ORs.
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ESTs distribution analysis
Poisson distributions were calculated using ESTs from the
first data mining round, as these constitute a true random
set. Also, we filtered out ESTs whose source was not nor-
mal adult tissue as well as ESTs from normalized or sub-
tracted libraries. Kolmogorov-Sminorv tests were
performed at the web server [79] or using the Matlab6p5
application software.
Authors' contributions
EF performed data mining, conducted the statistical anal-
yses and drafted the manuscript. TO participated in the
data mining, performed the 7E subfamily analyses and
drafted the manuscript. MK carried out experimental
work. RO participated in the comparison between micro-
array experiments and helped with the GeneSpring soft-
ware. IY participated in the data mining. DL participated
in the study design and revised the manuscript. All
authors read and approved the final manuscript.
Additional material
Acknowledgements
We thank Marc Fellous and Ronny Aloni for critical reading of the manu-
script. D. Lancet holds the Ralph and Lois Silver Chair in Human Genomics. 
Research was supported by the Crown Human Genome Center, by an 
Israel Ministry of Science and Technology grant to the National Knowledge 
Center in Genomics, and by the Abraham and Judith Goldwasser Founda-
tion.
Additional File 1
A list of the ORs found to be expressed is provided in Additional file 1
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S1.xls]
Additional File 2
A figure showing ectopic OR expression including unique probesets whose 
specificity and sensitivity are 1 is shown in Additional file 2
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S2.pdf]
Additional File 3
The hierarchical clustering of differentially expressed ORs is in Additional 
file 3
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S3.pdf]
Additional File 4
Figures showing ectopic expression of brain specific and spermatogenesis 
related genes across 61 human tissues are shown in Additional file 4
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S4.pdf]
Additional File 5
Figures showing ectopic expression of brain specific and spermatogenesis 
related genes across 48 mouse tissues are shown in Additional file 5
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S5.pdf]
Additional File 6
A comparison between expected and observed combinations of expressed 
and non-expressed OR genes in the experiments of Su et al. and Zhang et 
al., is available in Additional file 6
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S6.xls]
Additional File 7
The sensitivity and specificity scores for the probesets representing OR 
genes are available in Additional file 7
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-7-121-S7.xls]BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
Page 17 of 18
(page number not for citation purposes)
References
1. Ludwig J, Margalit T, Eismann E, Lancet D, Kaupp UB: Primary
structure of cAMP-gated channel from bovine olfactory epi-
thelium.  FEBS Lett 1990, 270:24-29.
2. Lazard D, Zupko K, Poria Y, Nef P, Lazarovits J, Horn S, Khen M, Lan-
cet D: Odorant signal termination by olfactory UDP glu-
curonosyl transferase.  Nature 1991, 349:790-793.
3. Firestein S: How the olfactory system makes sense of scents.
Nature 2001, 413:211-218.
4. Mombaerts P: The human repertoire of odorant receptor
genes and pseudogenes.  Annu Rev Genomics Hum Genet 2001,
2:493-510.
5. Feinstein P, Mombaerts P: A contextual model for axonal sort-
ing into glomeruli in the mouse olfactory system.  Cell 2004,
117:817-831.
6. Lewcock JW, Reed RR: A feedback mechanism regulates
monoallelic odorant receptor expression.  Proc Natl Acad Sci U
S A 2004, 101:1069-1074.
7. Serizawa S, Miyamichi K, Nakatani H, Suzuki M, Saito M, Yoshihara Y,
Sakano H: Negative feedback regulation ensures the one
receptor-one olfactory neuron rule in mouse.  Science 2003,
302:2088-2094.
8. Olender T, Feldmesser E, Atarot T, Eisenstein M, Lancet D: The
olfactory receptor universe--from whole genome analysis to
structure and evolution.  Genet Mol Res 2004, 3:545-553.
9. Young JM, Friedman C, Williams EM, Ross JA, Tonnes-Priddy L, Trask
BJ: Different evolutionary processes shaped the mouse and
human olfactory receptor gene families.  Hum Mol Genet 2002,
11:1683.
10. Zhang X, Firestein S: The olfactory receptor gene superfamily
of the mouse.  Nature Neuroscience 2002, 5:124-133.
11. Quignon P, Giraud M, Rimbault M, Lavigne P, Tacher S, Morin E,
Retout E, Valin AS, Lindblad-Toh K, Nicolas J, Galibert F: The dog
and rat olfactory receptor repertoires.  Genome Biol 2005,
6:R83.
12. Quignon P, Kirkness E, Cadieu E, Touleimat N, Guyon R, Renier C,
Hitte C, Andre C, Fraser C, Galibert F: Comparison of the canine
and human olfactory receptor gene repertoires.  Genome Biol
2003, 4:R80.
13. Olender T, Fuchs T, Linhart C, Shamir R, Adams M, Kalush F, Khen
M, Lancet D: The canine olfactory subgenome.  Genomics 2004,
83:361-372.
14. Gilad Y, Man O, Glusman G: A comparison of the human and
chimpanzee olfactory receptor gene repertoires.  Genome Res
2005, 15:224-230.
15. Crasto C, Marenco L, Miller P, Shepherd G: Olfactory Receptor
Database: a metadata-driven automated population from
sources of gene and protein sequences.  Nucleic Acids Res 2002,
30:354-360.
16. Young JM, Shykind BM, Lane RP, Tonnes-Priddy L, Ross JA, Walker
M, Williams EM, Trask BJ: Odorant receptor expressed
sequence tags demonstrate olfactory expression of over 400
genes, extensive alternate splicing and unequal expression
levels.  Genome Biol 2003, 4:R71.
17. Zhang X, Rogers M, Tian H, Zou DJ, Liu J, Ma M, Shepherd GM, Firest-
ein SJ: High-throughput microarray detection of olfactory
receptor gene expression in the mouse.  Proc Natl Acad Sci U S
A 2004, 101:14168-14173.
18. Sosinsky A, Glusman G, Lancet D: The variable structure of
human olfactory receptor genes.  Genomics 2000, 5:49-61.
19. Chess A, Simon I, Cedar H, Axel R: Allelic inactivation regulates
olfactory receptor gene expression.  Cell 1994, 78:823-834.
20. Ma ln i c B , H i r on o J ,  S a t o T,  B uc k  L B :  Combinatorial receptor
codes for odors.  Cell 1999, 96:713-723.
21. Serizawa S, Ishii T, Nakatani H, Tsuboi A, Nagawa F, Asano M, Sudo
K, Sakagami J, Sakano H, Ijiri T, Matsuda Y, Suzuki M, Yamamori T,
Iwakura Y, Sakano H: Mutually exclusive expression of odorant
receptor transgenes.  Nat Neurosci 2000, 3:687-693.
22. Strotmann J, Levai O, Fleischer J, Schwarzenbacher K, Breer H:
Olfactory receptor proteins in axonal processes of chemo-
sensory neurons.  J Neurosci 2004, 24:7754-7761.
23. Barnea G, O'Donnell S, Mancia F, Sun X, Nemes A, Mendelsohn M,
Axel R: Odorant receptors on axon termini in the brain.  Sci-
ence 2004, 304:1468.
24. Life Science Dictionary   [http://biotech.icmb.utexas.edu/search/
dict-search.html]
25. Parmentier M, Libert F, Schurmans S, Schiffmann S, Lefort A, Egger-
ickx D, Ledent C, Mollereau C, Gerard C, Perret J, Grootegoed A,
Vassart G: Expression of members of the putative olfactory
receptor gene family in mammalian germ cells.  Nature 1992,
355:453-455.
26. Vanderhaeghen P, Schurmans S, Vassart G, Parmentier M: Specific
repertoire of olfactory receptor genes in the male germ cells
of several mammalian species.  Genomics 1997, 39:239-246.
27. Asai H, Kasai H, Matsuda Y, Yamazaki N, Nagawa F, Sakano H, Tsuboi
A: Genomic structure and transcription of a murine odorant
receptor gene: differential initiation of transcription in the
olfactory and testicular cells.  Biochem Biophys Res Commun 1996,
221:240-247.
28. Linardopoulou E, Mefford HC, Nguyen O, Friedman C, van den Engh
G, Farwell DG, Coltrera M, Trask BJ: Transcriptional activity of
multiple copies of a subtelomerically located olfactory
receptor gene that is polymorphic in number and location.
Hum Mol Genet 2001, 10:2373-2383.
29. Goto T, Salpekar A, Monk M: Expression of a testis-specific
member of the olfactory receptor gene family in human pri-
mordial germ cells.  Mol Hum Reprod 2001, 7:553-558.
30. Spehr M, Gisselmann G, Poplawski A, Riffell JA, Wetzel CH, Zimmer
RK, Hatt H: Identification of a testicular odorant receptor
mediating human sperm chemotaxis.  Science 2003,
299:2054-2058.
31. Volz A, Ehlers A, Younger R, Forbes S, Trowsdale J, Schnorr D, Beck
S, Ziegler A: Complex transcription and splicing of odorant
receptor genes.  J Biol Chem 2003, 278:19691-19701.
32. Vanderhaeghen P, Schurmans S, Vassart G, Parmentier M: Molecular
cloning and chromosomal mapping of olfactory receptor
genes expressed in the male germ line: evidence for their
wide distribution in the human genome.  Biochem Biophys Res
Commun 1997, 237:283-287.
33. Spehr M, Schwane K, Heilmann S, Gisselmann G, Hummel T, Hatt H:
Dual capacity of a human olfactory receptor.  Curr Biol 2004,
14:R832-3.
34. Fukuda N, Yomogida K, Okabe M, Touhara K: Functional charac-
terization of a mouse testicular olfactory receptor and its
role in chemosensing and in regulation of sperm motility.  J
Cell Sci 2004, 117:5835-5845.
35. Ziegler A, Dohr G, Uchanska-Ziegler B: Possible roles for prod-
ucts of polymorphic MHC and linked olfactory receptor
genes during selection processes in reproduction.  Am J Reprod
Immunol 2002, 48:34-42.
36. Gaudin JC, Breuils L, Haertle T: New GPCRs from a human lin-
gual cDNA library.  Chem Senses 2001, 26:1157-1166.
37. Durzynski L, Gaudin JC, Myga M, Szydlowski J, Gozdzicka-Jozefiak A,
Haertle T: Olfactory-like receptor cDNAs are present in
human lingual cDNA libraries.  Biochem Biophys Res Commun
2005, 333:264-272.
38. Feingold EA, Penny LA, Nienhuis AW, Forget BG: An olfactory
receptor gene is located in the extended human beta-globin
gene cluster and is expressed in erythroid cells.  Genomics
1999, 61:15-23.
39. Xu LL, Stackhouse BG, Florence K, Zhang W, Shanmugam N, Sester-
henn IA, Zou Z, Srikantan V, Augustus M, Roschke V, Carter K,
McLeod DG, Moul JW, Soppett D, Srivastava S: PSGR, a novel
prostate-specific gene with homology to a G protein-coupled
receptor, is overexpressed in prostate cancer.  Cancer Res
2000, 60:6568-6572.
40. Xia C, Ma W, Wang F, Hua S, Liu M: Identification of a prostate-
specific G-protein coupled receptor in prostate cancer.  Onco-
gene 2001, 20:5903-5907.
41. Itakura S, K. Ohno K, Ueki T, Sato K, Kanayama N: Expression of
Golf in the rat placenta: possible implication in olfactory
receptor transduction.  Placenta 2006, 27:103-108.
42. Conzelmann S, Levai O, Bode B, Eisel U, Raming K, al : A novel brain
receptor is expressed in a distinct population of olfactory
sensory neurons.  Eur J Neurosci 2000, 12:3926-3934.
43. Yuan TT, Toy P, McClary JA, Lin RJ, Miyamoto NG, Kretschmer PJ:
Cloning and genetic characterization of an evolutionarily
conserved human olfactory receptor that is differentially
expressed across species.  Gene 2001, 278:41-51.
44. Weber M, Pehl U, Breer H, Strotmann J: Olfactory receptor
expressed in ganglia of the autonomic nervous system.  J Neu-
rosci Res 2002, 68:176-184.Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Genomics 2006, 7:121 http://www.biomedcentral.com/1471-2164/7/121
Page 18 of 18
(page number not for citation purposes)
45. Otaki JM, Yamamoto H, Firestein S: Odorant receptor expression
in the mouse cerebral cortex.  J Neurobiol 2004, 58:315-327.
46. Dreyer WJ: The area code hypothesis revisited: olfactory
receptors and other related transmembrane receptors may
function as the last digits in a cell surface code for assembling
embryos.  Proc Natl Acad Sci U S A 1998, 95:9072-9077.
47. Su AI, Wiltshire T, Batalov S, Lapp H, Ching KA, Block D, Zhang J,
Soden R, Hayakawa M, Kreiman G, Cooke MP, Walker JR, Hogenesch
JB: A gene atlas of the mouse and human protein-encoding
transcriptomes.  Proc Natl Acad Sci U S A 2004, 101:6062-6067.
48. Human Olfactory Receptor Exploratorium Database
(HORDE)   [http://bip.weizmann.ac.il/HORDE]
49. Yanai I, Benjamin H, Shmoish M, Chalifa-Caspi V, Shklar M, Ophir R,
Bar-Even A, Horn-Saban S, Safran M, Domany E, Lancet D, Shmueli O:
Genome-wide midrange transcription profiles reveal
expression level relationships in human tissue specification.
Bioinformatics 2004, 21:650-659.
50. Glusman G, Bahar A, Sharon D, Pilpel Y, White J, Lancet D: The
Olfactory Receptor Gene Superfamily: Data Mining, Classifi-
cation and Nomenclature.  Mamm Genome 2000, 11:1016-1023.
51. Newman T, Trask BJ: Complex Evolution of 7E Olfactory
Receptor Genes in Segmental Duplications.  Genome Res 2003,
13:781-793.
52. Yanai I, Graur D, Ophir R: Incongruent expression profiles
between human and mouse orthologous genes suggest wide-
spread neutral evolution of transcription control.  Omics 2004,
8:15-24.
53. Jordan IK, Marino-Ramirez L, Wolf YI, Koonin EV: Conservation
and coevolution in the scale-free human gene coexpression
network.  Mol Biol Evol 2004, 21:2058-2070.
54. Bammler T, Beyer RP, Bhattacharya S, Boorman GA, Boyles A, Brad-
ford BU, Bumgarner RE, Bushel PR, Chaturvedi K, Choi D, Cunning-
ham ML, Deng S, Dressman HK, Fannin RD, Farin FM, Freedman JH,
Fry RC, Harper A, Humble MC, Hurban P, Kavanagh TJ, Kaufmann
WK, Kerr KF, Jing L, Lapidus JA, Lasarev MR, Li J, Li YJ, Lobenhofer
EK, Lu X, Malek RL, Milton S, Nagalla SR, O'Malley J P, Palmer VS, Pat-
tee P, Paules RS, Perou CM, Phillips K, Qin LX, Qiu Y, Quigley SD,
Rodland M, Rusyn I, Samson LD, Schwartz DA, Shi Y, Shin JL, Sieber
SO, Slifer S, Speer MC, Spencer PS, Sproles DI, Swenberg JA, Suk WA,
Sullivan RC, Tian R, Tennant RW, Todd SA, Tucker CJ, Van Houten
B, Weis BK, Xuan S, Zarbl H: Standardizing global gene expres-
sion analysis between laboratories and across platforms.  Nat
Methods 2005, 2:351-356.
55. Vanderhaeghen P, Schurmans S, Vassart G, Parmentier M: Olfactory
receptors are displayed on dog mature sperm cells.  J Cell Biol
1993, 123:1441-1452.
56. Rodriguez-Trelles F, Tarrio R, Ayala FJ: Is ectopic expression
caused by deregulatory mutations or due to gene-regulation
leaks with evolutionary potential?  Bioessays 2005, 27:592-601.
57. Strotmann J, Konzelmann S, Breer H: Laminar segregation of
odorant receptor expression in the olfactory epithelium.  Cell
Tissue Res 1996, 284:347-354.
58. Iwema CL, Schwob JE: Odorant receptor expression as a func-
tion of neuronal maturity in the adult rodent olfactory sys-
tem.  J Comp Neurol 2003, 459:209-222.
59. Vosshall LB: Olfaction: attracting both sperm and the nose.
Curr Biol 2004, 14:R918-20.
60. Khaitovich P, Weiss G, Lachmann M, Hellmann I, Enard W, Muetzel
B, Wirkner U, Ansorge W, Paabo S: A neutral model of transcrip-
tome evolution.  PLoS Biol 2004, 2:E132.
61. Keightley PD, Lercher MJ, Eyre-Walker A: Evidence for wide-
spread degradation of gene control regions in hominid
genomes.  PLoS Biol 2005, 3:e42.
62. Jordan IK, Marino-Ramirez L, Koonin EV: Evolutionary signifi-
cance of gene expression divergence.  Gene 2005, 345:119-126.
63. Gilad Y, Man O, Paabo S, Lancet D: Human specific loss of olfac-
tory receptor genes.  Proc Natl Acad Sci U S A 2003, 100:3324-3327.
64. Cohen BA, Mitra RD, Hughes JD, Church GM: A computational
analysis of whole-genome expression data reveals chromo-
somal domains of gene expression.  Nat Genet 2000, 26:183-186.
65. Lercher MJ, Urrutia AO, Pavlicek A, Hurst LD: A unification of
mosaic structures in the human genome.  Hum Mol Genet 2003,
12:2411-2415.
66. Versteeg R, van Schaik BD, van Batenburg MF, Roos M, Monajemi R,
Caron H, Bussemaker HJ, van Kampen AH: The human transcrip-
tome map reveals extremes in gene density, intron length,
GC content, and repeat pattern for domains of highly and
weakly expressed genes.  Genome Res 2003, 13:1998-2004.
67. Kalmykova AI, Nurminsky DI, Ryzhov DV, Shevelyov YY: Regulated
chromatin domain comprising cluster of co-expressed genes
in Drosophila melanogaster.  Nucleic Acids Res 2005,
33:1435-1444.
68. UCSC genome browser annotation tables   [http://hgdown
load.cse.ucsc.edu/goldenPath]
69. Ensembl Mouse   [http://www.ensembl.org/Mus_musculus]
70. Kent WJ: BLAT--the BLAST-like alignment tool.  Genome Res
2002, 12:656-664.
71. Chalifa-Caspi V, Yanai I, Ophir R, Rosen N, Shmoish M, Benjamin-
Rodrig H, Shklar M, Stein TI, Shmueli O, Safran M, Lancet D: Gene-
Annot: comprehensive two-way linking between oligonucle-
otide array probesets and GeneCards genes.  Bioinformatics
2004, 20:1457-1458.
72. GNF SymAtlas   [http://symatlas.gnf.org]
73. Shannon CE: The mathematical theory of communication.
The Bell system Technical Journal 1948, 27:379-423 & 623-656.
74. National center for Biotechnology information   [http://
www.ncbi.nlm.nih.gov/]
75. GNF Genome Informatics Applications & Datasets   [http://
wombat.gnf.org/index.html]
76. GeneCards   [http://genecards.weizmann.ac.il//index.shtml]
77. MEROPS   [http://merops.sanger.ac.uk]
78. Celera Genomics   [http://www.celera.com]
79. KS-test Data Entry   [http://www.physics.csbsju.edu/stats/KS-
test.n.plot_form.html]